. The amplicons were excised, purified from the agarose, and cloned into pGEM-T vector as previously described (1, 2) . Colonies were screened for inserts which were subsequently sequenced. Sequences were assembled and subjected to pairwise and multiple sequence alignments (1, 2) . Finally, ORFs were translated using Genedoc (Genedoc vers. 2.6.001, 2000, NRBSC, Pittsburgh, PA). Ten MP and ten CP amplicon clones, five each from cDNAs from immunocaptured virions and dsRNA template, were sequenced and the sequences deposited in GenBank (accession nos. JX417982-JX418001). Eight of ten MP clones were 1040 nucleotides (nt) (two were truncated by one and seven bases on their 5' ends, respectively), encompassing the 873 nt MP ORF. MP clones shared 99.4-100% nt identity with a mean identity of 99.8%. When translated, they had 99.0-100% predicted amino acid (aa) identity with a mean of 99.8%. The predicted movement protein was 290 aa. Nine of ten CP clones were 950 nt (one had a three base deletion), encompassing the 717 nt CP ORF. CP clones had 98.7-100% nt identity with a mean of 99.6% and a translated 98.0-100% predicted aa identity with a 99.2% mean. The predicted coat protein was 238 aa. A BLASTn search of the NCBI database resulted in a match with a TSV isolate from Illinois soybean (accession no. FJ403377.1) that was 99% identical (100% query coverage) to both the TSV-Hosta MP and CP genes. 
